measured by ELISA; Dehydroepiandrosterone sulfate (DHEA-S), Cortisol, Estriol (E 3 ) Estradiol (E 2 ), and Progesterone (P 4 ) were measured by chemiluminescent reaction. Analyte levels, E 2 /P 4 and E 3 /P 4 ratios were compared in women who had a vaginal delivery versus those who underwent cesarean. Logistic regression was used to model the relationship between CRH and the odds of vaginal birth. We estimated that a sample size of 72 would have 80% power to detect a 50% difference in mean CRH levels assuming a vaginal:cesarean ratio of 2:1 with a baseline CRH concentration of 100 (SD¼70) pg/mL. RESULTS: We enrolled 88 women -of which 27 (31%) underwent cesarean. Mean maternal serum CRH levels were similar between the vaginal delivery and cesarean groups. Similarly, there were no significant differences in the other maternal serum analytes or ratios (Table) . Logistic regression showed a non-significant odds ratio for successful vaginal birth (p¼0.1). Subgroup analysis including only the 16 women who underwent cesarean for labor abnormalities (failed IOL, active phase arrest, failure to descend) yielded similar results. CONCLUSION: In low-risk nulliparas undergoing term IOL, maternal serum concentrations of a broad array of maternal/fetal HPA hormones did not differ between women destined to have a vaginal birth compared to a cesarean. These maternal hormones may have limited utility for predicting an unsuccessful labor induction and cesarean birth. OBJECTIVE: Polycystic ovary syndrome (PCOS) is a condition of hyperandrogenism, oligomenorrhea and polycystic ovarian morphology that affects 5-10% of American women and is associated with decreased fertility and adverse pregnancy outcomes. We have shown the effects of chronic hyperandrogenemia and high fat diet (HFD), two features of PCOS on the metabolic and reproductive activity of a primate. While the etiology of PCOS is unclear, there is a potential role for the microbiome in the pathogenesis. Thus, we aimed to investigate if an inflammatory associated microbial dysbiosis occurs in our primate model of PCOS. STUDY DESIGN: In our primate model of PCOS, Rhesus macaque females have subcutaneous cholesterol (control) or testosterone (T) implants placed and are fed either a control (14% fat) or high fat diet (36% fat). This design created 4 cohorts: control (C), T alone (T), HFD alone (HFD) and T+HFD (T+HFD) (n¼10/group). T and HFD cohorts have decreased fecundity and fertility respectively. All of pregnancies were normal in the C, T, HFD groups, whereas only 57% of pregnancies were normal in the T+HFD group. (Bishop et al 2018). Vaginal and cervical samples were collected during menses, follicular, and luteal phase prior to the fertility trial. DNA was extracted and subjected to 16S pyrosequencing. Microbiome composition was analyzed with standard methods and compared by cohort and examination of inflammation associated genera was compared. RESULTS: We found significantly distinct compositions between cohorts using beta diversity (p¼0.001). Furthermore, we found significant increases in taxa associated with adverse pregnancy outcomes, such as Sneathia and Mobiluncus (p < 0.05, Fig.A) . When examining the co-occurrence of taxa, we found that Lactobacillus significantly co-occurred with Prevotella and Streptococcus (p<0.05) while Sneathia and Mobiluncus co-occurred together (p <0.001). Additionally, we found functional differences between cohorts using inferred metagenomics (PICRUSt, Fig. C) . CONCLUSION: Our data demonstrate that both diet and androgen treatment result in alterations in the genital tract microbiome characteristic of vaginal dysbiosis associated with inflammation. We speculate that inflammatory associated dysbiosis of the genital tract plays a role in adverse fertility and pregnancy outcomes seen with PCOS.
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